Additional data are provided on literature δ 13 C values for both bulk and compoundspecific isotope analysis of amino acids (CSI-AA) in phytoplankton, which were used to run statistical analyses yielding the corrections required for reconstructing phytoplankton source bulk values, as well as data used for inter-laboratory calibration of data between our laboratories, and all outputs from major statistical tests referenced in the text. Also included is a table of amino acid molar percent composition of mussels, and a summary of the major pathways for amino acid carbon skeleton biosynthesis in plants, to support discussion of major carbon sources.
Supplement.
Additional data are provided on literature δ 13 C values for both bulk and compoundspecific isotope analysis of amino acids (CSI-AA) in phytoplankton, which were used to run statistical analyses yielding the corrections required for reconstructing phytoplankton source bulk values, as well as data used for inter-laboratory calibration of data between our laboratories, and all outputs from major statistical tests referenced in the text. Also included is a table of amino acid molar percent composition of mussels, and a summary of the major pathways for amino acid carbon skeleton biosynthesis in plants, to support discussion of major carbon sources. Table S1 . Linear discriminant analysis output for Fig. 4 in the main text. Posterior probabilities of the classifier samples from Larsen et al. (2013) Table S2 . Mean δ 13 C values of bulk and compound-specific amino acids a range of cosmopolitan eukaryotic and prokaryotic photosynthetic species, grouped as essential and non-essential amino acids to determine the linear relationship between bulk and essential amino acid δ 13 C values in Fig. 5 in the main text. For individual amino acid values, the mean represents analytical variability (n = 3 injections) for a homogenized composite sample from all individuals sampled from each location. Data sources are from Larsen et al. (2013) and Lehman (2009) Cyanothece (N 2 ) .4 Synechococcus lrg Table S4 . Predicting classification of the biosynthetic origin of essential amino acids from mussel samples (probability in %) output for Fig. 4 in the main text. Site abbreviations are defined in Table 1 Table S5 . Inter-laboratory calibration of essential amino acid δ 13 C values. To ensure that animal and primary producer data were comparable for predicting the biosynthetic origin of essential amino acids (EAAs) using the linear discriminant model of Larsen et al. (2013) , δ 13 C EAA values (‰) in muscle tissue from 3 California mussel samples (see Table 1 in the main text for sample identities) were measured at both the University of California, Santa Cruz, CA, USA ('Vokhshoori'), and the University of Kiel, Germany ('Larsen') to generate calibration δ 13 C EAA values for the mussel dataset Table S6 . Predicting classification of mussel samples (probability in %) output for Fig. S1 . Site abbreviations are defined in Table 1 . Linear discriminant analysis (DA) plot based on δ 13 C values of 5 essential amino acids (EAA: Ile, Leu, Phe, Thr, Val) from 2 categorical variables, viz. marine microalgae (m, n = 16) and Phaeophyceae (p, n = 12; including Macrocystis kelp) from Larsen et al. (2013) to predict the biosynthetic origins of EAAs among mussels Mytilus californianus. All mussel samples except MC classify with microalgae; see Table S4 for linear discriminant scores. At right are the DA coefficients of the independent variables; Leu and Ile have contrasting coefficients compared to Phe, Thr, and Val. Amino acid abbreviations are as defined in 'Materials and methods' in the main article. Site abbreviations are defined in Table 1 in the main text. Uppercase abbreviations are sites from our study; lowercase abbreviations are sites from Larsen et al. (2013) Pentose phosphate pathway 
